EXHIBIT B 



ClustalW (vl.4) multiple sequence alignment 

1. huLGR8 -A vs. huLGR8-C 

Aligned Length = 754 Gaps = 3 

Identities = 681 (90%) Similarities = 0 (0%) 

huLGR8 -A 1 MIVFLVFKHLFSLRLITMFFLLHFIVLINVKDFALTQGSMITPSCQKGYF 50 
huLGR8-C 1 MIVFLVFKHLFSLRLITMFFLLHFIVLINVKDFALTQGSMITPSCQKGYF 50 
************************************************** 

huLGR8 -A 51 PCGNLTKCLPRAFHCDGKDDCGNGADEENCGDTSGWATIFGTVHGMANSV 100 

huLGR8-C 51 PCGNLTKCLPRAFHCDGKDDCGNGADEENCGDTSGWATIFGTVHGNANSV 100 
************************************************** 

huLGR8 -A 101 ALTQECFLKQYPQCCDCKETELECVNGDLKSVPMISNNVTLLSLKKNKIH 150 
huLGR8-C 101 ALTQECFLKQYPQCCDCKETELECVNGDLKSVPMISNNVTLLSLKKNKIH 15 0 
************************************************** 

huLGR8 -A 151 SLPDKVFIKYTKLKKIFLQHNCIRHISRKAFFGLCNLQILYLNHNCITTL 200 

huLGR8-C 151 S L PDKVF I KYTKLKKI FLQHNC I RH I SRKAF FGLCNLQ I L 190 

**************************************** 

huLGR8 -A 201 RPGIFKDLHQLTWLILDDNPITRISQRLFTGLNSLFFLSMVTTNYLEALPK 250 

huLGR8-C 191 ILDDNPITRISQRLFTGLNSLFFLSMVNNYLEALPK 226 

************************************ 

huLGR8 -A 251 QMCAQMPQLNWVDLEGNRIKYLTNSTFLSCDSLTVLFLPRNQIGFVPEKT 3 00 

huLGR8-C 227 QMCAQMPQLNWVDLEGNRIKYLTNSTFLSCDSLTVLDL 264 

************************************ * 

huLGR8 -A 3 01 FSSLKNLGELDLSSNTITELSPHLFKDLKLLQKLNLSSNPLMYLHKNQFE 350 

huLGR8-C 265 SSNTITELSPHLFKDLKLLQKL 286 

********************** 

huLGR8 -A 351 SLKQLQSLDLERIEIPNINTRMFQPMKNLSHIYFKNFRYCSYAPHVRICM 400 

huLGR8-C 287 DLERIEIPNINTRMFQPMKNLSHIYFKNFRYCSYAPHVRICM 328 

****************************************** 

huLGR8 -A 401 PLTDG I S S FEDLLANN I LR I F VWV I AF I TC FGNL F V I GMRS F I KAENTTH 450 

huLGR8-C 329 PLTDGISSFEDLLANNILRIFVWVIAFITCFGNLFVIGMRSFI KAENTTH 378 
********************************** **************** 

huLGR8 -A 451 AMSIKILCCADCLMGVYLFFVGIFDIKYRGQYQKYALLWMESVQCRLMGF 500 
huLGR8-C 379 AMS I KILCCADCLMGVYLFFVGI FDIKYRGQYQKYALLWMES VQCRLMGF 428 
************************************************** 

huLGR8 -A 501 LAMLSTEVSVLLLTYLTLEKFLVIVFPFSNIRPGKRQTSVILICIWMAGF 550 

huLGR8-C 42 9 LAMLSTEVSVLLLTYLTLEKFLVIVFPFSNIRPGKRQTSVILICIWMAGF 478 
************************************************** 

huLGR8 -A 551 LI AVI PFWNKD YFGNF YGKNGVCFPL YYDQTED IGS KGYSLG I FLGVNLL 600 

huLGR8-C 479 LI AVI PFWNKD YFGNF YGKNGVCFPL YYDQTED IGS KGYSLG I FLGVNLL 52 8 
************************************************** 



l 



huLGR8 -A 601 AFLIIVFSYITMFCSIQKTALQTTEVRNCFGREVAVANRFFFIVFSDAIC 650 
huLGR8-C 52 9 AFLIIVFSYITMFCSIQKTALQTTEVRNCFGREVAVANRFFFIVFSDAIC 578 
************************************************** 

huLGR8 -A 651 WIPVFWKILSLFRVEIPDTMTSWIVIFFLPVNSALNPILYTLTTNFFKD 700 
huLGR8-C 579 WIPVFWKILSLFRVEIPDTMTSWIVIFFLPVNSALNPILYTLiTTNFFKD 628 
************************************************** 

huLGR8 -A 701 KLKQLLHKHQRKSIFKIKKKSLSTSIVWIEDSSSLKLGVLNKITLGDSIM 750 
huLGR8-C 62 9 KLKQLLHKHQRKSIFKIKKKSLSTSIVWIEDSSSLKLGVLNKITLGDSIM 678 
************************************************** 

huLGR8 -A 751 KPVS 754 
huLGR8-C 679 KPVS 682 
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